MCPSQPTYPGDPGP 
ATG TGC CCG AGC CAG CCG ACC TAT CCG GGC GAT CCC GGG CCG 

VEDLIRFYDNLQQW 
GTG GAA GAT CTG ATC CGC TTT TAT GAT AAC CTG CAG CAG TGG 

LNCVTAAC* 
CTG AAC TGC GTG ACC GCC GCC TGC TAG 
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AC AC AC CAT A TGTGCCCGAG CCAGCCGACC TATCCGGGCG AT CCCGGG CC 

TGTGTGGTAT ACACGGGCTC GGTCGGCTGG ATAGGCCCGC TAGGGCCCGG 
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GGTGGAAGAT CTGATCCGCT TTTATGATAA CCTGCAGCAG TGGCTGAACT 
CCACCTTCTA GACTAGGCGA AAATACTATT GGACGTCGTC ACCGACTTGA 
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GCGTGACCGC CGCCTGCTAG GGATCCA CAC AC 
CGCACTGGCG GCGGACGATC CCTAGGTGTG TG 
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FIGURE 6 
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FIGURE 7 
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FIGURE 8 
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FIGURE 10 
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DEFINE A SEARCH ZONE 



DEFINE A SIZE FOR THE PEPTIDE 
SEO0EXC« 



DEFINE A CLASS OF AMINO ACIDS FOR 
EACH POSITION IN THE PEPTIDE 
SEQUENCE 



COMMUNICATE THE OtHrPinF LTORARV 
FILCTO -v MOlJKCIfl-AR DOCKING 

program 



RANK THE PEPTIDE gfJOUBNCBf W¥ «T ^ 3J 2 
SCORE 
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IDENTIFY SEARCH fflWf 




SEQUENTIALLY TRANSLATE 
AND ROTATE RACK MEMBER 
OF TI1E CLASS OF AMINO At™ 
STRUCTURES 
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PEPTIDE SEQUENCE FIT SCORE 
AND THE PEPTIDE SEQUENCE 



CONSTRUCT A PEPTIDE 
STRUCTURE FOR PEPTIDES 
WITH THCH FIT SCORES 
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